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Abstract 


The origin of the Turkic-speaking population of the north-western provinces of 
Iran, the so-called Azaris, is the subject of long-year debate. Here, we present pre- 
liminary results on testing of several hypotheses concerning their origin: 1) the Az- 
aris are the descendants of the Turkic ethnic groups migrated from Central Asia; 2) 
they have an autochthonous origins; 3) they are of Iranian origin; and 4) they have 
mixed ethnic origin with unknown proportions of source populations’ contribution. 
The results show that Azaris have much weaker genetic affinity with the popula- 
tions from Central Asia and the Caucasus than with their immediate geographic 
neighbours. Relying on these outcomes one can suggest that language replacement 
(change) with regard to Azaris occurred through “elite dominance” mechanism ra- 
ther than “demic diffusion” model. 
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The Iranians display considerable genetic diversity consistent with pat- 
terns observed in populations of the Middle East overall, reinforcing the 
notion of Persia as a vital crossroad for human disseminations (Regueiro 
et al. 2006; Rafiee et al. 2009). The geographic area is remarkable for its 
high level of ethnic and linguistic diversity, comprising the major lan- 
guage families (Indo-European, Altaic, and Afro-Asiatic) currently spo- 
ken by more than seventy ethnically different populations. This demon- 
strates the role Iran played in population dispersal across the latitudinal 
belt spanning from Western Anatolia to the Indus Valley. However, 
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there have been gaps in high-resolution genetic analyses for this region 
to uncover population history at a fine scale, for example, for particular 
ethnic and linguistic groups. Among them, the Turkic-speaking Iranian 
Azari population constitutes the largest ethno-linguistic group after 
Persian-speakers, accounting for 24 percent of Iran’s population (CIA 
2010). 

Some sources tend to designate them as the descendants of the 
Turkic ethnic groups who invaded the area from 11th century onward 
during several military campaigns (Golden 1992). Still, the majority of 
sources view the Azaris as having mixed ethnic origin going back to in- 
digenous Caucasian populations and Iranians, who were influenced by 
Turkic languages throughout centuries of occupation under Turkic dy- 
nasties (Nasidze et al. 2004; Garthwaite 2005). The Iranian roots of Az- 
aris, according to protagonists of this view, can likely be traced back to 
ancient Iranian tribes, such as the Medes, who lived on the territory of 
Azerbaijan (ancient Aturpatakan, roughly covering the modern Iranian 
provinces of Eastern Azerbaijan, Western Azerbaijan, and Ardabil), and 
Scythian invaders, who arrived during the 8th century B.C. (Zadok 
2002). Some information is also available about the Caucasian Albanians 
as the main ethnic constituent of the inhabitants of the modern-day 
Republic of Azerbaijan in the South Caucasus, called Azerbaijanis by the 
name of the state (Walker 1991). 

The principal aim of this paper is to test the existing principal hy- 
potheses on the Azaris’ origin through identification of their place on 
the genetic landscape of the Middle East. We used paternally transmit- 
ted genetic markers located on Y-chromosome, which enable the recon- 
struction of patrilineal genetic history of human populations. 

As comparative datasets we used several ethnically distinct groups 
currently living in the Middle East, the Caucasus, Central Asia, and the 
Indian subcontinent. They consist of 16 populations representing Indo- 
European, Afro-Asiatic, North Caucasian, and Altaic language families 
(the list of ethnic groups is presented in the legends of the Figure be- 
low). The Turkmens (representing a Turkic-speaking group from Cen- 
tral Asia) and Adyghes (being Caucasians by origin) are considered here 
as possible source populations for Azaris genetic origin. 

DNA samples were collected in 99 male Azaris living in Tabriz 
(north-west Iran) with strong local identity, whose paternal grandfa- 
thers lived in the same region at least three generations. All samples 
were screened for 18 molecular genetic markers broadly used in popula- 
tion genetics studies. 
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On the plot of genetic distances (see the Figure below) we can clearly 
identify several distinct clusters of the populations, which are in good 
agreement with geographical and, in some cases, linguistic classification 
of the groups. Armenians, Turks, Kurds, Jews, and Persians and form a 
distinct sub-cluster of the Middle East, while Arabs (Palestinian Arabs, 
Yemenis, and Bedouin Arabs) shape another separate entity. Other eth- 
nic datasets, including hypothesised source populations of Turkmens 
and Adyghes, are located far beyond the limits of the two sub-clusters of 
the Middle Eastern origin. 
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SPATIAL RELATIONSHIPS BETWEEN THE GROUPS BASED ON GENETIC DISTANCES 


Abbreviations used: Arabs-Bdn: Bedouin Arabs; Arabs-PA: Palestinian Arabs; Ararat: 
Armenians living in Ararat Valley; Arm-IR: Iranian Armenians; Azerb: inhabitants of 
the Republic of Azerbaijan; Azari: population of north-west Iran; Jews-S: Sephardic 
Jews; West: Western Armenians; Persians: Persian-speakers of Iran. 


To further test the hypothesis of Central Asian and Caucasian origin 
of Azaris we used special software designed for admixture analysis, Ad- 
mix v2.0, which enables the evaluation of the relative genetic contribu- 
tion of any source population in the origin of the given group (http:// 
web.unife.it/progetti/genetica/Isabelle/admix2_0.html). The results un- 
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ambiguously support the pattern presented on the Figure. The genetic 
contribution of Turkmens and Adyghes is much less (4-5 times) while 
compared with the contribution of Persian-speakers (living, for in- 
stance, in Fars). 

Concluding, the results obtained indicate that genetic distance be- 
tween the populations considered depends in the first instance on the 
geographic proximity than on the common linguistic background. In 
this context, the results were highly expected taking into account the 
actual geographic location of the populations. The Azaris, being situated 
between the Republic of Azerbaijan and Eastern Turkey, had more pos- 
sibilities of genetic contacts with the closest neighbours, while gene 
flow between the populations of the same Republic and Eastern Turkey 
could have been rather limited. 

Relying on the results, we can make rather strong inferences about 
the genetic relatedness between the populations under consideration. 
The principal one is that the Azaris have much weaker genetic affinity 
with Turkmens and Adyghes than with their immediate neighbours— 
Persians, Kurds, Azerbaijanis, and Armenians. We have all grounds to 
suggest that language replacement might have taken place through 
“elite dominance” phenomenon rather than “demic diffusion” model 
(Renfrew 2002). In addition, the modal genetic variant of Turkmens 
(most frequently encountered in the given population), which could be 
considered as a signature of this group is virtually absent in Azaris, thus 
confirming our findings about the mode of the language change. Here, 
as a statement, the following observation by Igor M. Diakonoff (based on 
the studies of L.V. Oshanin on the stability of certain genes in the differ- 
ent Turkic-speaking populations) is worth quoting. “What actually hap- 
pens in history,—the author says,—can be illustrated by a linguistic 
‘migration’, which occurred in historical times, namely, the spread of 
the Turkic languages... It is well known that in a biologically stable 
population the recessive and the dominant genes will be maintained in 
the same proportion. The first historically attested Turkic tribes were 
anthropologically Mongoloid and hence had the typical Mongoloid fea- 
ture of the epicanthic fold of the eyelid, depending upon a dominant 
gene. If the movement of the Turkic languages from the borders of 
modern China to those of modern Turkey were actually a mass popula- 
tion movement, then the percentage of the epicanthus in the speakers 
of Turkish, Azerbaijani, Turkmen, Uzbek, Kazakh and Qyrghyz would be 
approximately identical. The actual measurements, however, show the 
retention percentage of epicanthic fold to be, in males, 51% for the Qyr- 
ghyz, 22% for the Kazakhs, 11% for the Uzbeks, 6% for the Turkmens, 
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and below 2% for the Azerbaijanis; and in females, 83% for the Qyrghyz, 
53% for the Kazakhs, 18% for the Uzbeks, and 10% for the Turkmens. For 
Turks, the retention percentage for both sexes tends toward zero. This 
means, of course, that the Turkic language was adopted each time by a 
certain local population from the newcomers, and was then passed on 
to the next population; intermarriage of the local and immigrating 
population, and inclusion of local tribes in the general nomadic ethnic 
entity, also played their role. The farther West the wave of migration 
passed, the less it included individuals who were bearers of the original 
genes” (Diakonoff 1990: 55). 
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